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Amino Acid Sequence and Phosphorylation Level 

of Mutant TKs 
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30% 
<0.5% 
<0.5% 
15% 
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64% 
3.5% 
71% 
73% 
26% 
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11% 
13% 
21% 
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72% 
13% 
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1 99% 
38% 
20% 
38% 
77% 
47% 
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The following clones contain additional amino acid changes/deletions 
outside the randomized region: 

30 A1 52V 
84 A156S 

197 -6 deletion (P155 A156) 
226 -3 deletion (P154) 
340 -3 deletion (A156) 
411 -3 deletion (P155) 
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ATGGCTTCGT ACCCCGGCCA TCAACACGCG TCTGCGTTCG ACCAGGCTGC GCGTTCTCGC 60 

GGCCATAGCA ACCGACGTAC GGCGTTGCGC CCTCGCCGGC AGCAAGAAGC CACGGAAGTC 120 

CGCCTGGAGC AGAAAATGCC CACGCTACTG CGGGTTTATA TAGACGGTCC TCACGGGATG -"l80 - 

GGGAAAACCA CCACCACGCA ACTGCTGGTG GCCCTGGGTT CGCGCGACGA TATCGTCTAC 240 

p GTACCCGAGC CGATGACTTA CTGGCAGGTG CTGGGGGCTT CCGAGACAAT CGCGAACATC 300 

^ TACACCACAC AACACCGCCT CGACCAGGGT GAGATATCGG CCGGGGACGC GGCGGTGGTA 360 

ATGACAAGCG CCCAGATAAC AATGGGCATG CCTTATGCCG TGACCGACGC CGTTCTGGCT 420 

M CCTCATATCG GGGGGGAGGC TGGGAGCTCA CATG'CCCCGC CCCCGGCCCT CACCCTCATC 480 

y TTCGACCGCC ATCCCATCGC CGCCCTCCTG TGCTACCCGG CCGCGCGGTA CCTTATGGGC 540 

U AGCATGACCC CCCAGGCCGT GCTGGCGTTC GTGGCCCTCA TCCCGCCGAC CTTGCCCGGC 600 

J ACCAACATCG TGCTTGGGGC CCTTCCGGAG GACAGACACA TCGACCGCCT GGCCAAACGC 660 

CAGCGCCCCG GCGAGCGGC i GGACCTGGCT ATGCTGGCTG CGATTCGCCG CGTTTACGGG 720 

CTACT7GCCA ATACGGTGCG GTATCTGCAG TGCGGCGGGT CGTGGCGGGA GGACTGGGGA 780 

CAGCTTTCGG GGACGGCCGT GCCGCCCCAG GGTGCCGAGC CCCAGAGCM CGCGGGCCCA 840 

CGACCCCATA TCGGGGACAC GTTATTTACC CTGTTTCGGG CCCCCGAGTT GCTGGCCCCC 900 

AACGGCGACC TGTATAACGT GT7TGCCTGG GCCTTGGACG TCT7GGCCAA ACGCCTCCGT 960 

TCCATGCACG TCTTTATCCT GGATTACGAC CAATCGCCCG CCGGCTGCCG GGACGCCCTG 1020 

CTGCAACTTA CCTCCGGGAT GGTCCAGACC CACGTCACCA CCCCCGGCTC CATACCGACG 1080 

ATATGCGA.CC TGGCGCGCAC GTTTGCCCGG GA.GATGGGGG AGGCTAACTG A 1131 
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Hunan Guacylata Kinase 

i 31 

GGA TCC ATS GC3 GGC CCC ACS CCT GTG GTG CTG AGC OSS CCT TCG GGA GCT GGG AAG AGC 
2S«c aia gly jra arg era val val leu ser gly pro sar gly ala gly lys soar 



SI 91 

act ctg crs aag acc era ere cac gag cac agc ggc atc ttt ggc ttc agc gto tcc cat 

Ch=r leu low lys arg leu leu gLs glu his'ser gly ile pka gly ph- sex val ser iiis 



121 12 i " 

ACC ACC AGG AAC CGG AGS CCC CCC GAG GAG AAC GGC AAA GAT TAG TAC TTT GTA ACC AGG 
q £ir arg «=. pro arg pro gjy glu glu asn gly lys asp ryr cyr phe val Tiiir arg 

(J 131 . 3i.i 

GAG GTG ACG CAG CGT GAC ATA GCA GCC GGC GAC TTC ATC GAG CAT GCC GAG TTC TCG GGG 
glu val n« gin arg aap ile ala ala gly ar? =n(» ila glu nis ala glu pne sar gly 

241 ] 271 

AAC CTG TAT 3GC ACS AGC AAG GTG GCG GTG CAG GCC GTG CAG GCC ATC AAC CGC ATC TGT 
aar. leu ryr ?-y ser lys val ala val gin ^li val gin ala a*3n arj lis cys 

301 331 

GTG CTG GAC GTG GAC CTG CAC GGT GTG CGG AAC ATC AAG GCC ACC GAT CTG CGG CCC ATC 
?y *^al leu asp val as? leu gin gly val arg <»sn ila lys ala ^nr asp leu ar? pm ila 



361 291 

TAC A.C TCT GTG CAG CCC CCT TCA CTG CAC GTG CTG GAG CAG CGG CTG CGG CAG CCC AAC 



asn 



421 

ACT GAA ACC GAG GAG 
unr glu tir glu glu 



AGC C-^7 G-^» AAG CGG 
sar lau val lys arg 



431 

CTG GCT GCT GCC CAC 
leu ala ala ali gin 



CCC GAC ATC GAG AGC 
ala asy- m *c glu ser 



431 Sli 

AGC AAG GAG CCC CGC CTG TTT GAT GTG GTC ATC ATT AAC GAC AGC CTG GAC CAC GCC TAC 
sar lys glu pro gly lau pne asp vul val ile lie asr. asp sar leu asp gin- ala cyr 

541 ' 571 

GCA GAG CTG AAG GAG GCG CTC TCT GAG GAA ATC AAG AAA GCT CAA AGG ACC GGC GCC TCA 
ala glu lou lys glu ala lau ser glu glu Lis lys lys ala gin arg znr gly ala OPA 
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CTG GOT CSG GTC CCC GCS GAC GGC ATC GCA 

Hoe ala 

61 

TCA GGG GCA GGG AAC aCC ACT CTG CCC AAG 
sar gly ala gly lys scr Sir lau leu lys 



31 

OA CCT AGG CCA OTA GTG CTG AGC GGG CC3 
gly pro arg pro val val leux s«r gly pro 

91 

AAG CTC TTC CAG GAG CAC AGC AGC ATC TTC 
lys 7au pile gin glu bis sax ser il* pie 



121 ict 

CSC TTC ACT GTG CCC CAT ACT ACA AGG AAC CCA CCA CCT GG? GAA GAA GAT GGC AAA GAT 
gly pee s»r val ser TxLa zhr cir arg «sn pro org pre gly glu glu asp gly lys asp 

-31 211 

•CAC TAC TTT GTG ACC AGG GAG ATG ATG CAG CGT GAT ATT CCA GCA GCC GAC TTC ATT GAG 
t^r cyr phe val thr arg glu sec glu arg asp lie ala ala gly asp prsa il* 5 ju 



P. 5 CAr i-C TCA CGG AAC CTG TAC GGG AO. AGC AAG GAA GCT GTT CGG GCT GTG CAG 

W — 3 5-- se - lau ryrigiy thr sar lys glu ala val ar-j ala val gl^i 
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CCC ATG AAC CGC ATC TGC GTC CTA GAT GTC SAC CTA CAA CCT GTG CGC AGC ATC AAG AAG 

ala 3ten asn arg lis cys val leu asp val asp leu gin. gly val arg ser lie ly*? lys 

3*1 3?1 

A 5 r " r TGT A ~ - ,AC *TC TTT GTG CAG CCT CCC TCC CTC CAC GTG CTG CAC CAA 

-hr asp lau cyr ?.rr. ii 5 ryr il* phe '-ral gin pre pro sor 1-u asc val lau. glu gin 



421 d51 

CCA CTG CGA CTG CCC AAC ACT GAG ACT GAG GAG AGT CTG GCA AAG CC-G CTG CCA GCT GCA 
arg 1-u arg leu erg asn chr glu thr glu glu ser leu ala lys arg lau ala aj <t ala 
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CGG ACA CAC ATG GAG AGC AGC AAG GAG CCT 

arg tiir asp glu ser ser lys glu pro 

541 

GAC CTG GAT AAA GCC TAT GCA ACC CTG AAC 

asp lau asp lys ala tyr ala zjzs leu lys 
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GGC TTG TTT GAC CTG CTG ATC ATC AAT GAC 
gly leu pna asp leu val Lie ile asp 

571 

CAG GCG CTC TCT GAG GAA ATC AAG AAA GCA 
gl= ala leu sar glu glu ile lys lys al3 
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CAG GGA ACT GGC CAC GCC TGA AGG CCT GCT TCA TTC CAC AGA GTG ATG TCT GTG GTC TAA 
glr. gly sir gly Iris ala qpa 
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ACV Kill Curve 21hrs 
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